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ATGGAGCCCTCETCCTCCATCACCTTICOGTCCTCCTCCT CETACCTGTCCAACGGCTCCAGCCCCTGTTCOGTCOCGATGCCGCCENG
1 MEPSSSITFASSSSYLSNGSSPGCSVAMPEPEP
GGGOCGCCOCAGGCTCCTCCCTTGGCTGOCGECGAGTTATGEGCTGETGGAGTCECTGOCGCAGGGAGCGGAAGCAGOGTGGAGGCGGTG
31 GPPQAPPLAAGETLTWEG GGV AAAGSGSSVEA ATV
AGCCTGAACCGCCTCAGCAAGAACCTCOGAGCGGCTGCT CCTCRACCOGGACCTAGACTGCAGCACGOCG ACGTCGAGGTGCCOGACGGE
66 S L[NRLSEKNLERLLLDPDLDCSDADVYELVYTPDG|
GGGOCGCCOGT ACCCATCCACCGCTGCATACT TGCOGCGCGCAGCGACTICITCT AGGACCT CITCG 00606 CEC6G0CG0GGTGEEGCA
91 [c P P VP IHRCTILAARSTODFTFUYDLFAALRGE GG A4
GCGOGCGGTGATGOGACCECCE60GC0GGAGEAGCAGCGE AGGGEGCTGLCAG TEGAAGGCCGCGETACAAGATGGAGGAGCTCGTCCCC
121[A R G D ATAGAGGAAEGAASGRPERYEKMETETLJVP|
GGGGETCGOGTGEGECGCEAGGCETTOCAGGCGTT TCTGGGETACATGTACACCE6CAAGCT COGGCOGTCACCGGTCGACG TGGTCTCT
1516 6 R VG REAF QAFLGYMYTGEKLERPSPUVYVDUVUV S|
TGTGCTGACCCAGTGTGCCCT CACGATTCG TGCOCGOCGECCATCAGGTORGOGE TOGAGCT CAT GTACGOGGOG TGTACCT TCAAGATC
181[c ADPVCPHDSCPPATIRSAVELMYAACGTTFEK I
CCCGAGCTCACCTCGCTCTTCCAGCGGCGGCTTCTTAACT TTGTAGACAAGACTCTAGTGGAGGA TG TCATT CCTATTTTGAAAGTTGCT
211[P E L T SLFQRRLLNPFUV|DKTLVEDTYTIPTILELV VA
TCCCACTCAGGGCTCACTCAACT GATTCACAMTGTAT TCAAAGCATTCCTAGATCAGATCTTCACGATATATCT TTGGATAACCAGCTC
241 S HS GLTQVIDEKCIQRTIARSDLDDTISLDEKTETL
CCTCCAGAAGCTGTTGAGGAGAT AAAAAATTTGCGCAAGAAGTCACCAACTGCTGATGGTGATGECGATGCGTICATTTCGGACCCTGTG
271 PP EAVEETIEKNLREKEKSPTADGDGDATFTISDPYV
CATGAGAAAAGAGTCAGAAGAAT CCACAGGGCACTCGACT CTGATGATGT TGAGCTIGTTAAGTTGCTICTGAATGAGTCTGACATCACA
301 HE KRV RRTI[HRALDSDDVELVE KLLLNESDTIT|
TTAGATGATGCCAATGCATTACACTATGCTGCTTCTTACT GTGATTCT AAAGT TG TCTCAGAGCT ATTAGAT TTGGCGCTGGCTAACTTA
331[L D D ANALEHGCYAALSTYCDSEKUVVSELTLDLALARNL|
AATTIGAAGAATAGCCGTGGATACACAGCACTCCACTTGGCTGCTATGAGGAGAGAACCAGCTAT CATTATGTGTCICCT TAACAAAGGG
361N L KNS RGVYTALTHLAAMRRETPATLTIMCLLRNEKG|
GCAAATGTATCACAACTGACAGCTGATGGCAGGAGCGCAA TTGGTATI TG TCGGAGGTTAACAAGAT TAAAAGACTACAATACAAAGATG
391[A N V/s QL TADGRSATIGTICRRLTRLEDYNTEH
GAGCAGGGTCAAGAATCAAAT ANAGATAGGCTGTGTAT AGATATTCTAGAGAGGGAGATGATGOGAAATCCTATGGCGGTGEAAGATGCT
421/E Q G QESNEKEDRLCTIDTITLETREBMMEDNTPMAGYTETD A
GTCACCTCGCCTTTATTGGCAGATGATCTTCACATGAAGCTTCTCTACCTGGAAAACAGAGT TGCAT TIGCTAGATTGTTCT TTCCTGCT
451/v T S PLLADDLIHMELLTYLENTE RVYATFARLTETETPA
GAAGCCAAGGTCGCCATGCAAATTGCACAAGCAGACACCACAGAAGAATTCGGCGGTATAGT TGCAGCAAGTACTTGTGG TAAACTGAGG
481/E A K VA MQIAQADTTETETFGGTIVYAASTTCGE GE KTLR
GAGGTCGACCTTAATGAGACGCCAGTCACACAAAACAAAAGACTCCGTTCAAGGG TAGATGCACT GATGAAAACAGTGGAGCTGGGCTGT
511 EVDLNETPVTQNEKERLTESERRVDALOMEKETVETLGR
CGGTACTTCCCGAACTGCTCGCAGGTGCTGGACAAATT CCTGGAGGACGACCTGCCGGACGGGCT GGACCAGTTCTACCT CCAGAGGGGE
541/R Y FPNCSQUVLDEKTFLEDDLPDG GLTODG QEFTYLGQRG
ACCHOLGACGAGCAGAAGETGAAGAGGATGUECTTCTG TGAGC TGANGGAGGACE TGCTGAAGGCCT TTAGCAAGGACAAGG COGACAGE
571/T A/D EQ K VKRMRETCELTEKEDVLTEKATFSEKDEKATD S
AGCATGTTCICGGGCCTGTCTI TCATCGTOG TCG T6CTCGCCACCCCAGAAATCCACCAAGAGGTGA
601 S M F S GLSSSSSCSPPG QKSTER R *

Figure. S1 Nucleic acid sequence and the coding amino acid sequence of ShNPR1 gene. The red font
was the cysteine site; the red box, green box and orange box sequences represented the BTB/POZ
conservative domain, ankyrin repeats and NPR1-like C-terminal region, respectively. The purple
sequence was the nuclear location signal, and * represented stop codon.



